ABSTRACT Yersinia pseudotuberculosis, closely related to Yersinia pestis, is a human pathogen and model organism for studying bacterial pathogenesis. To aid in genomic analysis and understanding bacterial virulence, we sequenced and assembled the complete genome of the human pathogen Yersinia pseudotuberculosis IP2666pIB1.
coding sequences, 102 ribosomal and transfer RNAs, and 182 pseudogenes. The pIB1 virulence plasmid showed 44.8% GC content and 96 coding sequences. It is important to note that, unlike Y. pestis CO92 (GenBank accession number NC_003143) and Y. pseudotuberculosis IP32953 (GenBank accession number NZ_CP009712), the entire high-pathogenicity island on the pgm locus (18) containing yersiniabactin biosynthetic genes is absent in this strain, which is similar to Y. pseudotuberculosis YPIII (GenBank accession number CP009792) (19) .
Data availability. The Yersinia pseudotuberculosis IP2666pIB1 project has been deposited in the National Center of Biotechnology Information (NCBI) under the accession numbers CP032566 and CP032567 (BioProject number PRJNA475632). The raw sequencing reads have also been submitted to the Sequence Read Archive (SRA) under accession numbers SRR8061175, SRR8061176, and SRR8061177.
